Mycobacterium lentiflavum is one of the slow-growing nontuberculous mycobacteria (NTM), whose colony is characterized by smallness, smoothness, and scotochromogen. The biochemical characteristics are similar to Mycobacterium avium and closely related to Mycobacterium simiae and Mycobacterium genavense [1] .
Mycobacterium lentiflavum has recently been described as an emerging human pathogen without regard to the immune status of the host. We herein report on M. lentiflavum isolated from a respiratory specimen of a patient. Although the organism described in this case seems to be a colonizer of a lung destroyed by tuberculosis, the current methods for species identification of nontuberculous mycobacteria have to be re-evaluated so as not to underestimate these organisms. Key Words : Mycobacterium lentiflavum, 16S rRNA gene, Clinical specimen tunately, the rpoB PCR-RFLP is insufficient in the accurate identification of some NTM species, especially for those species that are either newlydefined or infrequently isolated from clinical specimens.
Here we report on a M. lentiflavum from a respiratory specimen, which exhibited the phenotypic property of scotochromogen, as identified by sequencing analysis of 16S rRNA, the fragment including the hypervariable region (E. coli nt 180-420) [8, 9] or the hsp65 gene [10] . The clinical significance, though, is still unknown as this is the first report of M. lentiflavum from clinical specimens in Korea. 
CASE REPORT

DISCUSSION
The present case represents the first isolation of M. lentiflavum from a respiratory specimen in Korea, although its clinical significance is still unknown. It could only be isolated during a 14-month interval is thought to be an true NTM pulmonary disease by the definition of the British Thoracic Society [11] .
M. lentiflavum was thought to only cause lymphadenitis, but recently a few cases concerning pulmonary diseases has been reported in immunocompetent and immunocompromised patients as well [2-4, 13, 14] .
The significance of this case is that an accurate identification of M. lentiflavum cannot be made by the rpoB gene, which is generally used as the molecular method for the identification of NTM species in Korea [7] [8] [9] [10] [11] [12] . We previously compared, with single strand sequencing easily available in clinical laboratories [15] , the usefulness of several genes (16S rRNA, hsp65, and rpoB) in identifying NTM to the species level. With rpoB, there were no comparable reference sequences of M. lentiflavum in BLAST (http://www.ncbi.nlm.nih.gov/BLAST). With PCR-RFLP of another segment of rpoB, a method that is widely used for the species identification of NTM in Korea [7] , M. lentiflavum was misidentified as M. szulgai, which is also a scotochromogen. It is not surprising that the misidentifi- 
